Quantifying gene networks with regulatory strengths.
A gene network is the collection of regulatory relationships between all genes in a genome. Gene networks are high-level descriptions of cellular biochemistry and show the phenomenological interactions between gene activities. These interactions are mediated by proteins and metabolites. In the gene network approach, only the transcriptome is considered and all biochemistry underlying gene-gene interactions is only implicitly present. In a previous work, we presented a method for inferring gene networks from experimental data, quantifying gene-gene interactions with regulatory strengths. Here, we show how to express these regulatory strengths in terms of properties of the whole biochemical network.